The complete genomes of foot-and-mouth disease (FMD) viruses recovered in Libya and Saudi Arabia in 2013 are described here. These viruses belong to an FMD virus lineage (Ind-2001, topotype Middle East-South Asia, serotype O) which is normally endemic in the Indian subcontinent. A contemporary virus sequence from Bhutan is also reported here.
Here, we report three representative complete genomes of viruses from the O/ME-SA/Ind-2001 lineage causing outbreaks in BHU, SAU, and LIB during 2013. Viral RNA was extracted from bovine thyroid cell cultures, reverse transcribed, and amplified as previously described (2), but using 20 primer pairs (2, 3) to generate overlapping fragments. The sequences (ABI3730 DNA Analyzer; Applied Biosystems) were assembled, and further analyses were undertaken using SeqMan Pro version 11.2 (Lasergene package; DNAStar, Inc.) and BioEdit version 7.0.5. 
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